Introduction
Alzheimer's disease (AD) is a chronic neurodegenerative disease with the pathological hallmarks of neuritic plaques and million people worldwide [1] [2]
- [3] in hippocampal neurons in vivo following acute excitotoxic -mation and neuronal death [5] [10] from Panax notoginseng potential, and suppressing stress-activated mitogen-activated [11] Salvia miltiorrhiza [12] transcription and translation [13] apoptosis [15] [17] 
Materials and methods

Computational prediction methods
Databases and software -
Construction of the AD-associated protein-protein interaction network
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